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100% 




Soybean clone JCVI-FLGm-10A5 unknown mRNA 




571 
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1e-159 
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Lotus japonicus LjHb1 mRNA for nonsymbiotic 
hemoglobin, complete cds 




527 


95% 


3e-146 


87% 




Gossypium hirsutum non-symbiotic hemoglobin 
protein mRNA, complete cds 




442 


88% 


1e-120 


85% 




Gossypium hirsutum non-symbiotic hemoglobin class 
1 (GLB1) mRNA, complete cds 


m. 


427 


88% 


3e-116 


84% 




AInus firma mRNA for nonsymbiotic hemoglobin, 
complete cds 


m. 


390 


95% 


4e-105 


81% 




Pyrus communis non-symbiotic hemoglobin class 1 
(GLB1) mRNA, complete cds 




368 


96% 


2e-98 


81% 




Malus hupehensis non-symbiotic hemoglobin mRNA, 
complete cds 


m. 


340 


96% 


4e-90 


80% 




Raphanus sativus nonsymbiotic hemoglobin mRNA, 
complete cds 




244 


93% 


3e-61 


77% 


H 


Glycine max nonsymbiotic hemoglobin gene, 
complete cds 




206 


27% 






n 


PREDICTED: Vitis vinifera hypothetical protein 
LOC100253215 (LOC100253215), mRNA 




176 


33% 




86% 




Trema tomentosa haemoglobin gene 




167 


28% 


7e-38 


88% 




Lotus japonicus genomic DNA, chromosome 3, clone 
LjT27C23, TM0891 , complete sequence 




163 


23% 


9e-37 


92% 




Lotus japonicus genomic DNA, chromosome 3, clone 
LjT07l01, TM0091a, complete sequence 




163 


23% 


9e-37 


92% 




Trema orientalis hemoglobin gene 




158 


28% 


4e-35 


87% 




Trema orientalis hemoglobin gene, complete cds 




158 


28% 


4e-35 


87% 




Trema virgata gene encoding hemoglobin, isolate T4 




145 


28% 


3e-31 


85% 




Trema virgata gene encoding hemoglobin, isolate 12 




145 


28% 


3e-31 


85% 




Trema virgata gene encoding hemoglobin, isolate T1 




145 


28% 


3e-31 


85% 
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Sbjct 



>gb|AF172172.1|AF172172 Medicago e 

Length=483 

ATGGGCACTTTGGATACAAAAGGTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCA 
ATGGGCACTTTGGATACAAAAGGTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCA 



mRNA, complete 



Sbjct 



GAGCAAAACJ! 

GAGCAAAACACCAAGCTCAAGCCTCATGCCATGTCTGTCTTTCTCATGACATGTGAATCA 
GCCGTTCAACTGCGGAAATCCGGTAAAGTTACGGTCAGAGAATCAAGCTTGAAAAAATTA 
GCCGTTCAACTGCGGAAATCCGGTAAAGTTACGGTCAGAGAATCAAGCTTGAAAAAATTA 
GGTGCTAACCATTTTAAATACGGTGTAGTAGACGAGCATTTTGAGGTGACAAAGTTTGCA 
GGTGCTAACCATTTTAAATACGGTGTAGTAGACGAGCATTTTGAGGTGACAJ 



CTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTGGTCACCGGCTATGAAGAATGCA 
CTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTGGTCACCGGCTATGAAGAATGCA 
TGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCAAATCTGAAATGAAACCTTCCTCT 
TGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCAAATCTGAAATGAAACCTTCCTCT 
TAG 483 



>gb I BT096529.il ^ Soybean c 
Length=751 



Score = 571 bits (3( 
Identities = 412/461 
Strand=Plus/Plus 



5 JCVI-FLGm- 



(90%; 



Query 18 AAA-AGGTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCATGGAATG-CAATGAAG 

Sbjct 102 AAAGAGGTTTCTCGGAAGAGCAAGAAGCTCTGGTGGTGAAGTCATGGAATGTC-ATGAAG 

Query 76 AAGAATTCTGCAGAGTTAGGACTAAAGCTTTTCTTGAAAATATTTGAGATTGCTCCATCA 

Sb j ct 161 AAGAATTCTGGAGAGTTGGGTCTCAAGTTTTTCTTGAAAATATTTGAGATTGCTCCATCA 

Query 136 GCTCAAAAACTT-TTCTCATTCTTGAAAGATTCAAAAGTTCCTTTGGAGCAAAA-CACCA 

Sbjct 221 GCTCAGAAA-TTGTTCTCATTCTTGAGAGATTCAACGGTTCCTTTGGAGCAAAATC-CCA 
;CTCATGCCATGTCTGTCTTTCTCATGACATGTGAATC 



Query 194 AGCTCAAGi 



Sbjct 



>dbj I AB238220.il IS Lotus 

Length=486 



;ggtcagagaatcaagcttgaaaaaattaggtgctaaccatt 
ggaaggccgggaaagtcactgtcagagaatcaaacttgaaaaaattaggtgctacccatt 
tta-aatacggtgtagtagacgagcattttgaggtgacaaagtttgcacttttggagacc 
ttagaa-ccggcgtagcaaacgagcatttcgaggtgacaaagtttgcactgttggagacc 
ataaaagaagcagtacctgaaatgtggtcaccggctatgaagaatgcatggggagaagct 
ataaaagaagctgtaccagaaatgtggtcaccggctatgaagaatgcatggggagaagct 
tatgatcagttggtcaatgcaatcaaatctgaaatgaaacc 473 
tatgatcagctggtcgatgccattaaatctgaaatgaaacc 55 8 



lAGCCGTTCAACTGC 



-CAGCAGTTC 



:agctgc 



isymbiotic hemoglobin, complete 



gtttcactgaagaacaagaagctcttgtggtgaagtcatggaatgcaatgaagaagaatt 
gtttcactgaagagcaagaagctcttgtggtcaagtcatggagcgtgatgaagaagaatt 
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Sbjct 



AACTT-TTCTCATTCTTGAAAGATTCAAAAGTTCCTTTGGAGCAAAACACCAAGCTCAAG 
AA-TTGTTCTCTTTCTTGAGAGATTCAAAAGTTCCTTTGGAGGAGAACCCCAAGCTCAAG 
CCTCATGCCATGTCTGTCTTTCTCATGACATGTGAATCAGCCGTTCAACTGCGGAAATCC 
CCTCATGCCATGTCTGTCTTTGTCATGACTTGTGAATCAGCAGCTCAACTGCGGAAGGCT 
GGTAAAGTTACGGTCAGAGAATCAAGCTTGAAAAAATTAGGTGCTAACCATTTTAAATAC 
GGAAAAGTCACTGTGAGAGAATCAACCTTGAAAAAGCTAGGTGCTACCCATTATAAATAT 
GGTGTAGTAGACGAGCATTTTGAGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAA 



GCAGTACCTGAAATGTGGTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAG 
GCTGTACCTGAAATGTGGTCACCAGAGATGAAGAATGCATGGACACAAGCTTATGATCAG 
TTGGTCAATGCAATCAAATCTGAAATGAAACCTTCCTCTT 481 
CTGGTCGGTGCCATTAAATCTGAAATGAAGCCATCATCTT 481 



>gb I AY899302.il 111 Gossypiun 

Length=813 

Score = 442 bits (239) , I 
Identities = 370/433 (86%), 
Strand=Plus/Plus 



Gaps 



Query 
Sbjct 



Sbjct 



aaaggtttcactgaagaacaagaagctctt-gtggtgaagtcatggaatgcaatgaagaa 
aaagttttcactgaagaacaagaagct-ttggtggtcaagtcatggactgtaatgaagaa 
gaattctgcagagttaggac-taaagctt-ttcttgaaaatatttgagattgctccatca 
'v\at'>/a'n/t'v\att'-,'->-,t'."ttaaa--ttcttcttgaagatatttgagattgcaccatca 
'-.'.'t'.'aa aaa'.'tttt'.'t'.'att'.'tt'-.aaagattcaaaagttcctttggagcaaaacaccaa 
gc-caagaaactattctcattcttgagagactcaaatgttccattggagcaaaacacaaa 
gctcaagcctcatgccatgtctgtctttctcatgacatgtgaatcagccgttcaactgcg 
gctgaagccccatgccatgtctgtctttgtcatgacatgtgaatctgcagttcaactgcg 
gaaatccggtaaagttacggtcagagaatcaagcttgaaaaaattaggtgctaaccattt 
taaagcaggcaaagttacagtgagggaatcaaatttgaagaaattaggagctacccattt 
taaatacggtgtagtagacgagcattttgaggtgacaaagtttgcacttttggagaccat 
\' 7\ttttgaggtaacaaaatttgctcttttggagacc; 
; , accggctatgaagaatgcatggggagaagc 
4 25 aaaagaagcagtaccagatatgtggtcagatgagatgaagaatgcatggggtgaagccta 
435 tgatcagtt-ggt 446 
4 85 tgatc-gtttggt 496 



TAAGTAT " " " 
AAAAGAA 



.otic hemoglobin protein mRNA, complete 



>gb|AF3293e8.1|AF3293e8 ^ 

complete cds 
Length=634 



; 1 (GLBl) mRNA, 



= 368/434 



85% 



10/434 



Query 19 AAAGGTTTCACTGAAGAACAAGAAGCTCTT-GTGGTGAAGTCATGGAATGCAATGAAGAA 

Sbjct 3 7 AAAGTTTTCACTGAAGAACAAGAAGCT-TTGGTGGTCAAGTCATGGACTGTAATGAAGAA 

Query 7 8 GAATTCTGCAGAGTTAGGAC-TAAAGCTT-TTCTTGAAAATATTTGAGATTGCTCCATCA 

Sbjct 9 6 GAAAACAGCTGAATTGGGTCTTAAA — TTCTTCTTGAAGATATTTGAGATTGCACCATCA 

Query 136 GCTCAA-AAACTTTTCTCATTCTTGAAAGATTCAAAAGTTCCTTTGGAGCAAAACACCAA 



GCTCAAGCCTCATGCCATGTCTGTCTTTCTCATGACATGTGAATCAGCCGTTCAACTGCG 
GCTGAAGCCCCATGCCATGTCTGTCTTTGTCATGACATGTGAATCTGCAGTGCAACTGCG 
GAAATCCGGTAAAGTTACGGTCAGAGAATCAAGCTTGAAAAAATTAGGTGCTAACCATTT 
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TAAAGCAGGCAAAGTTACAGTGAGGGAATCAAATTTGAAGAAATTAGGAGCTACCCATTT 
TAAATACGGTGTAGTAGACGAGCATTTTGAGGTGACAAAGTTTGCACTTTTGGAGACCAT 



Sbjct 
Sbjct 

Sbjct 



AAAAGAAGCAGTACCAGATATGTGGTCAGATGAGATGAAGAATGCATGGGGTGAAGCCTA 
TGATCAGTT-GGTC 4 47 
TGATC-GTTTGGTC 465 



>dbj IAB221344.il Alnus fii 



; hemoglobin, complete c 



AGGTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCATGGAATGCAATGAAGAAGAA 8 0 

AGGGTTCACAGAAGAGCAAGAAGCTGTGGTGGTGAAGTCATGGAATGCAATGAAGCCTAA 8 0 

TTCTGCAGAGTTAGGACTAAAGCTT-TTCTTGAAAATATTTGAGATTGCTCCATCAGCTC 139 

TGCTGGAGAATTGGGTCTAAA-ATTCTTCTTGAAGATATTTGAGATTGCACCATCAGCTC 139 

AAAAACTTTTCTCATTCTTGAAAGATTCAAAAGTTCCTTTGGAGC-AAAACACCAAGCTC 198 

AGAAGCTCTTCTCTTTCTTGAGAGACTCAAATGTTTCTCTCGAACGAAATC-CAAAGCTT 198 

AAG-CCTCATGCCATGTCTGTCTTTCTCATGACATGTGAATCAGCCGTTCAACTGCGGAA 257 
III II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I I I I I I 

AAGTCC-CATGCCATGTCTGTCTTTCTGATGACCTGTGAATCGGCAGTGCAACTCCGGAA 257 

ATCCGGTAAAGTTACGGTCAGAGAATCAAGCTTGAAAAAATTAGGTGCTAACCATTTTAA 317 

AGCCGGCAAAGTTACTGTGAGAGAGTCGAGCTTGAAAAAGTTGGGTGCTGTCCACTTCAA 317 

ATACGGTGTAGTAGACGAGCATTTTGAGGTGACAAAGTTTGCACTTTTGGAGACCATAAA 377 

GCATGGGGTGGTCGATGAACATTATGAGGTCACAAAGTTTGCGCTGCTGGAAACTATCAA 377 

AGAAGCAGTACCTGAAATGTGGTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGA 437 

I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

GGAAGCGGTGCCAGAAATGTGGTCACCGGAGATGAAGATTGCATGGGGAGAAGCTTATGA 437 

TCAGTTGGTCAATGCAATCAAATCTGAAATGAAACCTTCCTCTTAG 4 83 
I I I I I I I I I III I I I I I I I I I I I I I I I I I I I I I I I I I I I 
TCAGTTGGTTGCTGCTATCAAATCTGCAATGAAGCCTTCTTCTTAG 4 83 

33.11 Pyrus communis non-symbiotic hemoglobin class 1 (GLBl) mRNA, 



Strand=PluE 



= 385/ 



73 (82%), 



.9/473 



aaaggtttcactgaagaacaagaagctcttgtggtgaagtcatggaatgcaatgaagaag 
aaagttttcacagaagaacaggaaacactggtggtgaagtcatggggtgtgatgaagcag 
aattctgcagagttaggactaaagctt-ttcttgaaaatatttgagattgctccatcagc 
aatgctgctgatttgggccttaag-ttcttcttgaagatctttgaaattgcaccatcagc 
tcaaaaacttttctcattcttgaaagattc-aaaagttcct-ttggagcaa-aacacc-a 
:ttcttgagggactctaata-ttcctctt-gag-aagaac-ccaa 
xatgtctgtctttctcatgacatgtgaatcagccgttcaactgc 
xatgtctgtatttgttatgacttgtgaatcagcagttcaact-c 
-ggaaatccggtaaagttacggtcagagaatcaagcttgaaaaaattaggtgctaaccat 
sgttacagtgagagagtcaaccttgaaaagattaggtggtgtccac 
ragtagacgagcattttgaggtgacaaagtttgcactt-ttggaga 
ttcaagt-ctggagtggtagatgaacattatgaggtgaccaagttcgca-ttgttggaaa 
ccataaaagaagcagtacctgaaatgtggtcaccggctatgaagaatgcatggggagaag 
ccataaaggaggccgtaccggaaatgtggtcaccggagatgaagaatgcatggggagaag 
cttatgatcagttggtcaatgcaatcaaatct-gaaatgaaaccttcctctta 482 
cttatgatcagttggttactgctataaaat-tagaaatgaagcctccc-ctta 472 

is non-symbiotic hemoglobin mRNA, complete 



AGGAAAGCAGGC 
TTTAAATAC-G'' 
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'Plus 



81%) , 



Gaps 



19/ 



Sbjct 



AAAGGTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCATGGAATGCAATGAAGAAG 
AAAGTTTTCACAGAAGAACAGGAAACACTGGTGGTGAAGTCATGGGGTGTGATGAAGAAG 
AATTCTGCAGAGTTAGGACTAAAGCTT-TTCTTGAAA-ATATTTGAGATTGCTCCATCAG 
AACGCTGCTGAATTGGGCCTTAAG-TTCTTCTT-AAAGATCTTTGAAATTGCACCATCAG 
CTCAAAAACTTTTCTCATTCTTGAAAGATTC-AAAAGTTCCT-TTGGAGCAA-AACACC- 

:-CCA 



C-C,C,AAATCC 3C,TAAAGTTACGGTCAGAGAATCAAGCTTGAAAAAATTAGGTGCTAACCA 
CAGGAAAGCAGGCAAGGTTACAGTGAGAGAGTCAACCTTGAAAAGATTAGGTGGTGTCCA 
TTTTAAATAC-GGTGTAGTAGACGAGCATTTTGAGGTGACAAAGTTTGCACTT-TTGGAG 
CTTCAAGT-CTGGAGTGGTAGATGAACATTATGAGGTGACCAAGTTCGCA-TTGTTGGAA 
ACCATAAAAGAAGCAGTACCTGAAATGTGGTCACCGGCTATGAAGAATGCATGGGGAGAA 
ACCATAAAGGAGGCCTTACCGGAAATGTGGTCACCGGAGATGAAGAATGCATGGGGAGAA 
GCTTATGATCAGTTGGTCAATGCAATCAAATCTGAAATGAAACCTTCCTCTTA 482 
V'JAAATGAAGCCTCCC-CTTA 472 



hemoglobin mRNA, 



lities = 359/466 (78%), Gaps = 25/466 (5%) 
id=Plus/Plus 

2 3 GTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCATGGAATG-CAATGAAGAAGAAT 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I I I III 

7 4 GTTT-ACAGAAGAGCAAGAAGCTCTTGTGGTGAAGTCATGGAGTGTCA-TGAAGAAAAAT 

8 2 TCTGCAGAGTTAGGACT-AAAGCTTTTCTTGAAAATATTTGAGATTGCTCCATCAGCTCA 

II II II II II II III II III I II II I I I I I I I I I I I III I I I I I 
132 TCAGCTGATTTGGGTCTCAAA-CTATTCATCAAGATCTTTGAGATTGCACCAACAGCG-A 

141 AAAACTT-TTCTCATTCTTGAAAGATTCAAA-AGTTCCTT-TGGAGCAAAACACCAA-GC 

190 AGAAGTTGTTCTCGTTTTTGAGAGACTCACCCA-TCCCTGCTG-AGCAAAAC-CCAAAGC 

197 TCAAGCCTCATGCCATGTCTGTCTTTCTCATGACATGTGAATCAGCCGTTCAACTGCGGA 

2 47 TCAAGCCTCATGCCATGTCTGTTTTTGTCATGTGTTGTGAGTCAGCAGCACAGCTGAGAA 

257 AATCCGGTAAAGTTACGGTCA-G-AGAATCAAGCTTGAAAAAATTAGGTGCTAACCATTT 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

3 07 aaacaggaaaagttacagtgaaggaga — caaccctgaagaggctaggagccaatcattc 

315 taaatacggtgtagtagacgagcattttgaggtgacaaagtttgcactt-ttggagacca 
3 65 taaatacggcgtcgttgatgaacactttgaggtgaccaagtatgca-ttgttggagacga 
3 7 4 taaaagaagcagtacctgaaatgtggtcaccggctatgaagaa-tgcatggggagaagct 
:ggtgccggagatgtggtcaccggaaatgaa-atctgcttggggtcaggct 
;-ttggt-caatgcaatcaaatctgaaatgaaaccttc 4 76 

— TGCCATTAAAGCTGAAATGAAGCCTTC 526 



TAAAGGAGG 
TATGATCAG- 
TATGATCACCTTGTTGC— 



>gb|U47143.1|GMD47143 Glycine 

Length=1333 



.ax nonsymbiotic hemoglobin gene, complel 



0/135 (0? 



Sb; 



Score = 206 bits (111), Expect = 
Identities = 127/135 (95%), Gaps = 

Strand=Plus/Plus 

)uery 339 TTTTGAGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTG 39f 
103 4 TTTTAAGGTGACAAAGTTTGCACTGTTGGAGACCATAAAAGAAGCTGTACCAGAAATGTG 10 ^ 
3 99 GTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCAA 45E 
10 9 4 GTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGCTGGTCGATGCCATTAA 11£ 
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>ref |XM_002277395.1| I^IH PREDICTED: Vitis vinifera hypothetical protein LOC100253215 
mRNA 

GENE ID: 100253215 LOC100253215 I hypothetical protein LOC100253215 

Score = 176 bits (95), Expect = le-40 
Identities = 143/166 (87%), Gaps = 4/166 (2%) 

Strand=Plus/Plus 

Query 14 ATACAAAAGGTTTCACTGAAGAACAAGAAGCTCTTGTGGTGAAGTCATGGAATGCAATGA 73 
Sbjct 2 0 ATATAATAGGTTTCACGGAGGAGCAAGAAGCTCTGGTGGTGAAGTCATGGAATTCAATGA 79 
Query 7 4 AGAAGAATTCTGCAGAGTTAGGACTAAAGCTT-TTCTTGAAAATATTTGAGATTGCTCCA 132 
Sbjct 8 0 AGAAGAATGCTGGAGGGTTAGGTCTAAA-ATTCTTCTTGAAAATATTTGAGATTGCTCCA 138 

Sbjct 139 TCAACAAAAAAA-TTGTTCTCATTCCTA 183 



Score = 167 bits (90), Expect = 7e-38 
Identities = 123/139 (89%), Gaps = 1/139 (0%) 
Strand=Plus/Plus 

Query 3 40 TTTG-AGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTG 398 

Sbjct 1398 TTTGTAGGTr-A'-ZKA " ' " ^-^GGAGACCATAAAGGAAGCAGTACr-AGAAATGTG 1457 

Query 3 99 GTCACCGGGTAT' agaagcttatgatcagtt::';:- :/i/k::'j .y^\iv;aa 458 

Sbjct 1458 GTCACCTGAGATGAAGAACGCATGGGGAGAAGCTTATGATCAGTTGGTTGCTGCTATCAA 1517 
Query 459 ATCTGAAATGAAACCTTCC 477 
Sbjct 1518 GTCCGAAATGAAACCCTCC 1536 

>dbj IAP010329.il ^ Lotus japonicus genomic DNA, chromosome 3, clone: LjT27C23, TM0891, 

complete sequence 

Length=96669 

Score = 163 bits (88), Expect = 9e-37 
Identities = 107/116 (93%), Gaps = 2/116 (1%) 
Strand=Plus/Minus 

Query 114 AATATTTGAGATTGCTCCATCAGCTCAAAAACTT-TTCTCATTCTTGAAAGATTCAAAAG 172 
Sbjct 8171 AATATTTGAGATTGCTCCATCAGCTCAGAAA-TTGTTCTCTTTCTTGAGAGATTCAAAAG 8113 
Query 173 TTCCTTTGGAGCAAAACACCAAGCTCAAGCCTCATGCCATGTCTGTCTTTCTCATG 228 
Sbjct 8112 TTCCTTTGGAGGAGAACCCCAAGCTCAAGCCTCATGCCATGTCTGTCTTTGTCATG 8057 

>dbj IAP004628.il ^ Lotus japonicus genomic DNA, chromosome 3, clone: LjT07I01, TM0091c 

complete sequence 

Length=23651 

Score = 163 bits (88), Expect = 9e-37 
Identities = 107/116 (93%), Gaps = 2/116 (1%) 
Strand=Plus/Plus 

Query 114 AATATTTGAGATTGCTCCATCAGCTCAAAAACTT-TTCTCATTCTTGAAAGATTCAAAAG 172 
Sbjct 5808 AATATTTGAGATTGCTCCATCAGCTCAGAAA-TTGTTCTCTTTCTTGAGAGATTCAAAAG 5866 
Query 173 TTCCTTTGGAGCAAAACACCAAGCTCAAGCCTCATGCCATGTCTGTCTTTCTCATG 228 
Sbjct 5 867 TTCCTTTGGAGGAGAACCCCAAGCTCAAGCCTCATGCCATGTCTGTCTTTGTCATG 5922 

>enib|Z99635.1| Trema orientalis hemoglobin gene 

Length=1101 

Score = 158 bits (85), Expect = 4e-35 

(88%) , Gaps = 3/141 (2%) 

Query 339 TTTTG-AGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGT 397 

Sbjct 953 TTTTGTAGGTCACAAGGTTTGCACTTTTGGAGACCATAAAGGAAGCAGTACCAGAAATGT 1012 

Query 398 GGTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCA 457 

Sbjct 1013 GGTCACCTGAGATGAAGAACGCATGGGGAGAAGCTTATGATCAGTTGGTTGCTGCTATCA 1072 

Query 458 AAT-CTGAAATGAAACCTTCC 4 77 
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1073 AGTTC-GAAGTGAAACCCTCC 1092 

orientalis hemoglobin gene, complete cds 

Score = 158 bits (85), Expect = 4e-35 
Identities = 123/141 (88%), Gaps = 3/141 (2%) 
Strand=Plus/Plus 

Query 339 TTTTG-AGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGT 397 
Sbjct 953 TTTTGTAGGTCACAAGGTTTGCACTTTTGGAGACCATAAAGGAAGCAGTACCAGAAATGT 1012 
Query 3 98 GGTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCA 457 
Sbjct 1013 GGTCACCTGAGATGAAGAACGCATGGGGAGAAGCTTATGATCAGTTGGTTGCTGCTATCA 1072 

Query 458 AAT-CTGAAATGAAACCTTCC 477 
Sbjct 1073 AGTTC-GAAGTGAAACCCTCC 1092 

>eitib|AJ131351.1| Trema virgata gene encoding hemoglobin, isolate T4 

Length=1104 

Score = 145 bits (78), Expect = 3e 
Identities = 120/140 
Strand=Plus/Plus 

Query 3 40 TTTG-AGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTG 398 
Sbjct 957 TTTGTAGGTCACAAGGTTTGCACTTTTGGAGACCATAAAGGAAGCGGTACCAGAAATGTG 1016 
Query 399 GTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCAA 458 
Sbjct 1017 GTCAGCTGAGATGAAGAACGCATGGGGAGAAGCTTATGATCAGTTGGTTGCTGCTATCAA 1076 
Query 459 AT-CTGAAATGAAACCTTCC 477 
Sbjct 1077 GTTC-GAAGTGAAACCCTCC 1095 

>einb I AJ131350.il Trema virgata gene encoding hemoglobin, isolate T2 
Length=1104 

Score = 145 bits (78), Expect = 3e-31 
Identities = 120/140 (86%), Gaps = 3/140 (2%) 
Strand=Plus/Plus 

Query 3 40 TTTG-AGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTG 398 
Sbjct 957 TTTGTAGGTCACAAGGTTTGCACTTTTGGAGACCATAAAGGAAGCGGTACCAGAAATGTG 1016 
Query 3 99 GTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCAA 458 
Sbjct 1017 GTCAGCTGAGATGAAGAACGCATGGGGAGAAGCTTATGATCAGTTGGTTGCTGCTATCAA 1076 
Query 459 AT-CTGAAATGAAACCTTCC 477 
Sbjct 1077 GTTC-GAAGTGAAACCCTCC 10 95 

rirgata gene encoding hemoglobin, isolate Tl 
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TTTG-AGGTGACAAAGTTTGCACTTTTGGAGACCATAAAAGAAGCAGTACCTGAAATGTG 398 

TTTGTAGGTCACAAGGTTTGCACTTTTGGAGACCATAAAGGAAGCGGTACCAGAAATGTG 1015 

GTCACCGGCTATGAAGAATGCATGGGGAGAAGCTTATGATCAGTTGGTCAATGCAATCAA 458 

GTCAGCTGAGATGAAGAACGCATGGGGAGAAGCTTATGATCAGTTGGTTGCTGCTATCAA 1075 

AT-CTGAAATGAAACCTTCC 477 
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